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LOCUS Extremite C-terminale recepteur AT 2 160 BP DS-DNA 

ORGANISM Souris 

BASES 41 A 33 C 36 G 50 T 

ac.nucleiques 1 TGTGTTAATC CCTTCCTGTA TTGTTTTGTT GGAAACCGCT 

TCCAACAGAA CGTCCGCAGT GTGTTTAGAG TTCCCATTAC 
TTGGCTCCAA GGCAAGAGAG AGACTATGTC TTGCAGAAAA 
121 GGCAGTTCTC TTAGAGAAAT GGACACCTTT GTGTCTTAAA 



Traduction en acides amines 

CVNPFLYCFV GNRFQQNVRS VFRVPITWLQ GKRETMSCRK 
GSSLREMDTFVS * 
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GCTACCCCCCCCCCACGCACCCCCCAATCTGGGTGGCCTGGCATTAGCATGTAAGCTTGTTTTTCTCTGGC 

TGTATCTCTTGGCCTGGAAGAACCCCGAGTTCCCAAGAGACACAGTATGTGATGGTCCCTGGAAAAGCTGCT 

MLLSPXFSL 
TCCCCTGCGAAGTTCTCCCACTGGCTTCGAAGAC ATG CTG TTG TCT CCC AAA TTC TCC TTA 

mT „„ RLT AKG10RN LRL 
TCC ATC CAC GTC CGC CTA ACC GCC AAA GGA CTG CTT CGA AAC CTC CGG CTT 

r. r aKNTVlFHTVEKGR 

CCT TCG g!L CTC AGG AAA AAC ACT GTC ATT TTC CAC ACA GTT GAA AAG GGC AGG 

CAG AAG aJt CCC AGG AGC CTG TGC ATC CAG ACC CAG ACA GCT CCA GAT GTG CTG 

TCC TCC GAG AGA ACG CTT GAG TTG GCC cL tL AAG ACA aL TGT GAA AGC CAA 

r. * tt HLRQLL3RGNNKF 
AGT <L TTC ATC CTG CAC CTC AGG CAG CTT CTT TCC CGT GGT AAC AAC AAG TTT 

r, * - TVVIQHLL3EREEAL 
G L GCG CTG ACA GTT GTG ATC CAG CAC CTC CTG TCT GAG CGG GAG GAA GCA CTG 



AAG CAA CAC AAA ACC CTC TCT CAA GAA CTT GTC AGC CTC CGG GGA GAG CTA GTT 




4, 



GCG TAT cL GAA TTT GTC CAG AAA CTA AAC CAG CAG CAT CAG ACA GAC CGG ACG 

gL CTG GAG AAC CGG CTG AAG GAC TT* TAC ACC GCA GAG TGT GAG AAG CTT CAG 

t vtfEAEKYKTQLQEQF 
AGC ATT TAC ATT GAG GAG GCA GAA AAA TAT AAA ACT CAA CTG CAA GAG CAG TTT 

^ ~ . E I E A S H 
GAC AAC TTA AAC GCC GCC CAT GAG ACC ACT AAG CTT GAG ATT GAA GCT AGC CAC 

TCG GAG AAG GTG GAA TTG c£g AAG AAG ACC TAT GAA ACC TCC CTT TCA gL ATC 



AAG AAG AGC CAT GAG A TG GAG AAG AAG TCA CTO GAG GAT CTG CTT AAT GAG AAG 

Z a r Z Z n I 5 D L K S E N D A L 

CAG gL TCG CTG GAG AAA CAA ATC AAT GAT CTG AAG AGT GAA AAC GAT GCT TTA 

m Z p T K S * E Q K Q 1 S = 2 K A N 
AAC GAA AGG TTG AA A TCA GAG GAG CAA AAG CAA CTG TCA AGA GAG AAG ; GCG AAT 

vie aL i CCT «= GTC ATG TAT CTG GAG CAA gL CTA GAA AGC CTG AAG GCT 
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f 



viEIKNEKLHQQD. M KLMK 333 

GTC TTA GAG ATC AAG A AT GAG AAG CTG CAC CAG CAG GAC ATG AAG CTA ATG AAG 1176 

~Z Z ~ 7 7, o N N T A L V D K L K R F 3S1 

ATC GAA AAG CTG GTG GAC AAT AAC ACA GCA TTG GTT GAC AAG CTG AAG CGA TTC 1230 

~ ~ l Z I I I K A R M D K H M A I S 369 

CAG CAG GAA AAC GAG G AG TTA AAA GCT CGC ATG GAC AAA CAC ATG GCA ATT TCA 1284 

~r c Z - o A A L Q E S L E K E S 387 

AGO CAA CTT TCC ACC GAG CAG GCC GCG CTG CAA GAG TCC CTT GAG AAG GAG TCA 133 8 

1 Z Z 7"* RLSMENEELLWKLH 405 

aL GTC AAC AAG AGA CTG TCC ATG GAG AAC GAG GAA CTT CTG TGG AAA CTG CAC 1392 

AAC gSa GAC CTG TGC AGC CCC AAG AGA TCC CCC ACC TCC TCG GCC ATC CCT TTC 1446 

cg"FSSPSISPR* 440 

CAG TCC CCC AGG AAT TCT GGT TCC TTC TCC AGC CCC AGC ATC TCA CCC AGA TGA 1500 

CGGCTTCTGAACGCAGGAGACTCTCTGAAGGCACTGAGGTGCGCTTCTGCAGGACTGACCCTCTCATGGGA 1571 
ACTCGAGTTGCTGCGTTAGCTCTCTGGAATATCCCCAGGATATCGGGAGAGCAGCCGCCAACCGTATCAGC 
TACGTACGAATAGAGAGCTCCAATAGAAGACTTTTAACTTGGTCCAAAAGCCTCCTCCAAAAACAGATTTC 
GGAACTGAAGTGGACATA.GTTGCACAAAGCACTTACGGAACGAGGGAACCTTGTTCTTTGCCTTCCTTCAC 

CTAAGCATAGGCTTTCCAG 
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cagtgcgacgcggctcagaggcagcccctagacctgcaggagggagaccgtattcagaggaagagcatcatt 72 
ttggcaacacctgaaagtgaaaacggaagccagaaacacttggccagccccgggggacctctttctcctatg 144 
cctccgtggtggaatgacattcgctgcgcaggcacctttcctctgaccgtacttctcggccctgaagagtac 216 
tgagtttaaaaagacagtatgtgacagtccatggaaattgcctcttctgtgaaatcccgccacccgctccga 288 
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AGC CTG AAA GCT GTG TTA GAG ATC AAG AAT GAG AAA CTG C 
- i. RAVLEIKNEKL 
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SAIPLQSPRNSGSr 
ATT TCA CCC AGA TGA C acgtccccaaagcccacagactctc::gaaagcactctga C gcaggtccgc 1651 



I S P R 



aggactgaccccaaggaggaacgtgggcacaagaggtatatcagcacacgtgcgatcaccgtaggtaactgg 1723 
agcgecaccaccggcggaaccgagcttctgagactggaagtctggaggaagacctttgcctccgtccaaaag 1795 
attcecccaaaaaaagatccaaaaaaagacttcggcaccgacacggacgctgtcgcacaaagcactctoaga 1867 
acgagagcatcctgcccatcgcctcctccacccaagcataaggggaaaaactctcagggccccactaagact 1939 
tataacctttgcaatgctcttcaccacagacacctrcttgtgagtttrcagtccgactgtgggggtgggggg 2011 
tgtgaatgaaatggacgtcacagagtgtcatrgtgtctgatgcagccccctctgetgtgcatcaaatgtcaaa 2083 
atccgaacatatctggatatgcactaaccaaataacaatcaaccaa.cagcatacacattccagccaaagcc 2155 
atagaagaaaaagcaatagctgcccgaatcatgatcatctaccaccaactctgccagccctgtaacagggt: 2227 
agggagagggtataacaggaagagctccgacttgrccccgtctatacattctctgtatcttccgggggtaac 2299 
ttcttggcagtttttcagtgctcagccatgtcagctgaaaetagattettctgtagattttttactcaccca 2371 
tgcgagcctaacactatcctgtaattcattttctcaggctatgtgtaaacgcagaaccctaatttttctata 2443 
aaaaaacaaactaactaactgtgtaaagaaagaaaaagggaagtaccaatgggtttctccaccttattctta 2515 
cctttgatctacccttgcagatctaacctgtctccttccctcccatcattctcattttccttttacctttct 2587 
ccaccatccagagccacaaaagcaaaccttctaccccctacccaccttcctctgggacaaggataaaggaat 2659 
atgattttccagagccccagagccagctcatcttccaggcgccgaaaccactccccaaataaaccaaagcct 2731 
ggacctgatatcacaaattcrgggaaatcttagaacaaagaacgagaacaaggaagtcaccggctagtacaa 2803 
ttaagaaaggtaggattcagngcttaccgatgacgcagcacttgacagaagaaaacagtctgggaggatagc 2875 
gctcattcttcagctacccctcaaggagcccccttgtccttgggaaagtagcagaatggtccgcctctctcc 2947 
catgagtggaaaacgcggctcgcccaactctcc.ccaggttgcar-.-.cagtt-.ctt.ccaaaacttactacc 3019 
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tcccccaatcctgagac!:=tggaaaaggtggaaggaagaactgttgctttatctccccctccctgcacgtgc 3091 
caacattgtgatgtcagtattcaccaarceacactcagcggctgtacaaataacagctgtagtaagaagaga 3163 
tccaggatgccagaggtgaacatccgggccattcacatgtacactacatagcaagttgatactcatgttgca 3235 
tgttctcttaaattagtgatctcgcgccttaagcccccaactcccaataccccatcacgtatgcaacccccc 3307 
atgtttgcttccgacaaacggaaacgcaggttcactgccactccacgagatatctctgctcacgcttccaag 3379 
ttgttcccaatgacactagccaaagccgggtttgccattcaccccctaggcatggcaaacctcgtgctgccc 3451 
cctgctgccccccgcactacgtgaccggcaaataaatctcatagcagttaatataaaacatctctggaggat 3523 
gggagagaacaggagggaagatgggaaacaaaatagagaactcttaagattttgtttaaaccaaatgttcca 3595 
tgtagaatgcaaaatgtcggcacgccaaaaatacgaatgcgtagacaaccgtagttgcgcccagtttgtagc 3667 
gatgggaagtgtattccaccccgaccaaacaaacaacgctggaatacccaaaaaaaaaaaaaaaaaaaaaaa 3739 
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Phase de lecture: ... TGG ATC CCC insert 
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^ codons de terminaison dans trois phases 

pVP16 a ete construit par Stan Hollenberg 
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Smal 



BamHI 



s/i 
Met gly sex 
ATC ATG GGT AGC 
TAC CCA TCG 



35/11 



his his his his his his 
CAC CAT CAC CAT CAC CAT 
GTG GTA GTG GTA GTG GTA 



gly ser 
GGC TCG 
CCG AGC 



leu val pro arg gly s< r 
CTG GTT CCG CGT GGA TCC 
GAC CAA GGC GCA CCT ACG 



Poly-HIS 



Site de clivage 
a la thrombin* 



EcoRI 

arg gly ile 
CZG GGA ATT 
G ZC CCT TAA 



t t 



C 

G CTAG 



pBacPAKl-poly HIS -> Graphic Map 

5526 b.p. AACGGCTCCGCC 



DNA sequence 



TCATTAATGCAG circular 



insertion polyHIS dans pSacpack en BamHI (CACCAT) 3 1270-1287 
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CHO-hAT2 



Colonne de lectine 

0 0.01 0.1 Insuline (ng/ml) 



Anticorps: anti-PY 
anti-IRp 



+ - + CGP 42112 
~ 97 kDa 

97 kDa 



Inhibition de 64 ± 4% t n=7 



Anticorps: anti-PY 

anti-SIRPoc1 
anti-IRP 



n 1 o c c 7 Stimulation 

u _ _ par I'insuline (min) 

- - + - + - + - + CGP 42112 

120 kDa 



97 kDa 
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CHO-hAT2 et CHO-hAT2-ATIP 
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CGP42112 - + 
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Anticorps: anti-PTYR 
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120 kDa 
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